A cream-coloured, non-gliding, aerobic Flavobacterium strain, designated EM1308
The genus Flavobacterium was proposed by Bergey et al. [1] and the description was considerably amended by Bernardet et al. [2] . Members of this genus have been isolated from a variety of habitats and they show an interesting diversity of environmental lifestyles, geographical distributions and genome sizes [3] [4] [5] [6] [7] [8] [9] [10] .
Strain EM1308
T was isolated from stream water (37 36¢ 52 † N 126 59¢ 19 † E) in Bukhansan National Park, Seoul, Korea. The isolate was routinely cultured on R2A agar (BD) and preserved as glycerol suspensions (20 % in distilled water) at -80 C. Phylogenetic analyses of the 16S rRNA gene sequence (1470 bp) of strain EM1308
T were performed as described previously [11] . The isolate showed highest sequence similarity to Flavobacterium glycines NBRC 105008 T (97.3 %) and Flavobacterium piscis CCUG 60099 T (97.2 %). No other known bacterial species showed higher than 97 % sequence similarity to the test strain. In neighbour-joining, maximum-likelihood and Bayesian trees, strain EM1308
T formed a distinct phyletic line within the radiation of the genus Flavobacterium (Fig. 1) , indicating that the strain represents a novel species within this genus.
The chemotaxonomic, morphological, cultural, biochemical and physiological properties were examined using standard protocols as previously described [11] , and the results are presented in the protologue, Tables 1 and S1 (available in the online Supplementary Material), and Figs S1 and S2. The whole cell protein profile was compared with closely related reference strains using matrix-assisted laser desorption ionization time-of-flight analysis as described previously [12] . Strain EM1308
T showed no significant pattern matching against the BioTyper database (Bruker) when the closest two relatives were included as reference data. The spectrum differences between strain EM1308 T and the two reference strains are shown in Fig. 2 .
To evaluate the genomic properties of the novel isolate and the two reference strains, whole genome sequencing was performed for strain EM1308 T , F. glycines NBRC 105008 T and F. piscis CCUG 60099 T using the PacBio RSII (Pacific Bioscience) or MiSeq system (Illumina). The three non-contiguous genome sequences were successfully determined and registered in GenBank. The genome size of strain EM1308
T was 4 402 594 bp with a G+C content of 35.2 mol%. The general genomic features of the determined sequences and reference sequences are summarized in Table 2 .
The genomic relatedness of strain EM1308
T to the two reference strains was calculated by the BLAST-based average nucleotide identity score and digital DNA-DNA hybridization as previously described [11] . The average nucleotide identity scores between strain EM1308
T and the two reference strains were 74.4 % (F. glycines NBRC 105008 T ) and 74.5 % (F. piscis CCUG 60099 T ), and the digital DNA-DNA hybridization values were 21.1 % (F. glycines NBRC 105008 T ) and 21.0 % (F. piscis CCUG 60099 T ), which are lower than the criteria used for bacterial species demarcation (Table S2) .
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Although the chemotaxonomic and phenotypic features of the new isolate were within the general range reported for the genus Flavobacterium, the phylogenetic, genomic, and numerous biochemical and physiological properties supported the independence of strain EM1308
T from its closest relatives. Thus, the isolate represents a novel species in the genus Flavobacterium, for which we propose the name Flavobacterium gilvum sp. nov.
DESCRIPTION OF FLAVOBACTERIUM GILVUM SP. NOV.
Flavobacterium gilvum (gil¢vum. L. neut. adj. gilvum creamcoloured, referring to the cream colour of the colonies). T . Data are from this study unless otherwise indicated. All strains were positive for the following characteristics: nitrate reduction; hydrolysis of aesculin, casein and starch; activities of catalase, oxidase, alkaline phosphatase, esterase lipase (C8)*, leucine arylamidase, valine arylamidase*, acid phosphatase, naphthol-AS-BI-phosphohydrolase, a-galactosidase, b-galactosidase and a-glucosidase †. All strains were negative for the following characteristics: production of H 2 S and indole; decomposition of adenine, chitin, L-tyrosine, hypoxanthine, xanthine and Tween 80; glucose fermentation; assimilation of D-mannitol, potassium gluconate, capric acid, adipic acid, malic acid, trisodium citrate and phenylacetic acid; activities of urease, arginine dihydrolase, gelatinase, lipase (C14), cystine arylamidase, trypsin, bglucuronidase and b-glucosidase. +, Positive; À, negative. 
*Data different from previous report [13] . †Data different from previous report [14] . ‡Data for growth conditions of F. glycines NBRC 105008 T and F. piscis CCUG 60099 T were from Madhaiyan et al. [14] and Zamora et al. [13] , respectively.
National Park, Seoul, Korea. The DNA G+C content of the type strain is 35.2 mol%. The GenBank accession numbers for the 16S rRNA gene sequence and whole genome sequence of the type strain are KX037100 and CP017479, respectively. 
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